Sarcopenia is characterized by low skeletal muscle, a complex trait with high heritability. With the dramatically increasing prevalence of obesity, obesity and sarcopenia occur simultaneously, a condition known as sarcopenic obesity. fat mass and obesity-associated (fto) gene is a candidate gene of obesity. to identify associations between lean mass and fto gene, we performed a genome-wide association study (GWAS) of lean mass index (LMI) in 2207 unrelated Caucasian subjects and replicated major findings in two replication samples including 6,004 unrelated Caucasian and 38,292 unrelated Caucasian. We found 29 single nucleotide polymorphisms (SNPs) in FTO significantly associated with sarcopenia (combined p-values ranging from 5.92 × 10 −12 to 1.69 × 10 −9 ). potential biological functions of SNPs were analyzed by HaploReg v4.1, RegulomeDB, GTEx, IMPC and STRING. Our results provide suggestive evidence that fto gene is associated with lean mass.
Genotyping and quality control. Genomic DNA was extracted from peripheral blood leukocytes using Puregene DNA Isolation Kit (Gentra systems, Minneapolis, MN, USA). For discovery sample, SNP genotyping with Affymetrix Genome-Wide Human SNP Array 6.0 was performed using the standard protocol recommended by the manufacturer. Fluorescence intensities were quantified using an Affymetrix array scanner 30007G. Data management and analyses were conducted using the Genotyping Command Console Software. We conducted strict quality control (QC) procedure. All subjects (n = 2,283) had a minimum call rate 95% and the final mean call rate reached a high level of 98.93%. We discarded SNPs that deviated from Hardy-Weinberg equilibrium (p < 0.01) and those containing a minor allele frequency (MAF) less than 0.01. Then we found 21,247 SNPs allele frequencies deviated from Hardy-Weinberg equilibrium, and additional 141,666 SNPs had MAF < 0.01. After QC, 746,709 SNPs remained in the discovery sample.
For replication sample 1, SNP genotyped using approximately 550,000 SNPs (Affymetrix 500 K mapping array plus Affymetrix 50 K supplemental array). For details of the genotyping method, please refer to FHS SHARe at NCBI dbGaP website (http://www.ncbi.nlm.nih.gov/projects/gap/cgi-bin/study.cgi?study_id=phs000007.v3.p2). www.nature.com/scientificreports www.nature.com/scientificreports/ Genotype imputation. Genotype imputation was applied to both the discovery and replication samples, with the 1000 Genomes projects sequence variants as reference panel (as of August 2010). Reference sample included 283 individuals of European ancestry.
The details of genotype imputation process had been described earlier 35 . Briefly, strand orientations between reference panel and test sample were checked before imputation, and inconsistencies were resolved by changing the test sample to reverse strand or removing the SNP from the test sample. Imputation was performed with MINIMAC 36 . Quality control was applied to impute SNPs with the following criteria: imputation r 2 > 0.5 and MAF > 0.01. SNPs failing the QC criteria were excluded from subsequent association analyses.
Statistical analyses. GWAS analysis.
In discovery sample, we used the first five principal components, gender, age, age 2 and FBM as covariates to screen for significance with the step-wise linear regression model implemented in R function stepAIC. Raw LMI values of discovery sample were adjusted by significant covariates (age, gender and FBM), and the residuals were normalized by inverse quantiles of standard normal distribution. MACH2QTL was used to perform genetic association analyses between SNPs and normalized residuals of LMI with an additive mode of inheritance.
Meta-analysis. Meta-analyses were performed by METAL software (https://genome.sph.umich.edu/wiki/ METAL_Documentation) using the weighted fixed -effects model, which takes into account effect size and their standard errors.
The linkage disequilibrium (LD) patterns of the interested SNPs were analyzed and plotted using the Haploview program 37 (http://www.broad.tamit.edu/mpg/haploview/). functional annotation. We used HaploReg v4.1 (https://pubs.broadinstitute.org/mammals/haploreg/haploreg.php) to search for significant SNPs with functional annotations and the RegulomeDB 38 (http://www.regulomedb.org/) program to rank potential functional roles. www.nature.com/scientificreports www.nature.com/scientificreports/ To investigate the association between the identified SNP polymorphisms and the nearby gene expressions, we performed cis-eQTL analysis. We used the GTEx (https://gtexportal.org) project dataset for analysis 39 . The GTEx project was designed to establishing a sample and data resource to enable studies of the relationship among genetic variation, gene expression, and other molecular phenotypes in multiple human tissues.
We annotated gene by constructing gene interaction networks with STRING v.10 online platform (https:// string-db.org/). STRING uses information based on gene co-expression, text-mining and others, to construct gene interactive networks. Table 1 is the basic characteristics of the subjects used in discovery sample and replication sample 1. The basic characteristics of replication sample 2 are summarized in the previous research 30 . Genomic control inflation factor of discovery sample is 0.976. In order to avoid potential population stratification, we used the inflation factor to adjust individual p-values. Figure 1 shows the logarithmic quantile-quantile (QQ) plot of SNP-based association results. After adjustment by the genomic control approach there is no evidence of population stratification is observed. Figure 2 is Manhattan plot of the discovery sample.
Results
We identified 29 SNPs located in the FTO gene demonstrated associations with LMI in the discovery sample (p < 10 −2 ). LD analysis showed that these 29 SNPs were in LD (r 2 ≥ 0.91) and were located within two LD blocks ( Figure 3 ). These SNPs were replicated in independent Caucasian replication samples ( Table 2) . Meta-analysis p-values ranging from 5.92 × 10 −12 to 1.69 × 10 −9 . SNP rs17817964 is the most significant SNP with combined p = 5.92 × 10 −12 in discovery sample and two replication samples of Caucasian. There are 6 SNPs with p value less than 1 × 10 −11 . Forest plot of SNPs with combined p < 1 × 10 −11 was drawn in Figure 4 . Regional plot of the gene FTO was drawn by LocusZoom in Figure 5 .
The results of biological functional annotation using HaploReg v4.1, Regulome DB and GTEx are performed in Table 3 . 25 SNPs may locate in a strong enhancer region marked by peaks of several active histone methylation modifications (H3K27ac, H3K9ac, H3K4me1 and H3K4me3). SNP rs17817288 (discovery p = 2.44 × 10 −3 , combined p = 5.44 × 10 −11 ) occupies promoter histone marks in muscle satellite cultured cells. It was predicted to have enhancer activity by chromatin states, H3K4me1 and H3K27ac marks in skeletal muscle myoblasts cells and H3k4me1 marks in muscle satellite cultured cells. Besides it has promoter activity, implied by H3K4me3 and H3K9ac in muscle satellite cultured cells and H3K9ac in HSMM skeletal muscle myoblasts cells. Among the 29 SNPs evaluated with Regulome DB, 7 had no data. Of the 22 SNPs for which Regulome DB provided a score, 2 had a score of <3 (likely to affect the binding) including rs17817964 and rs7202116 with Regulome DB score = 2b respectively. Analyses using GTEx data reveal 11 SNPs of our GWAS results have strong signals of cis-eQTL for FTO gene in skeletal muscle tissue (p < 1 × 10 −4 ). SNPs rs7201850 and rs8044769 were deposited in the GTEx eQTL database as a cis-eQTL for FTO in skeletal muscle with the same direction of effect (p = 1 × 10 −5 , Figure 6 ). Gene-gene interaction networks shows there are some connections between FTO and IGF-1, myogenic regulatory factors (MRFs: MYF5, MYOD1, MYOG, and MYF6) and IRX3, implying that FTO may play an important role in muscle development (Figure 7 ).
Discussion
In this study, we have performed a GWAS in 2,207 Caucasian subjects and replicated this result in three replication samples including 6,004 unrelated Caucasian from FHS and 38,292 unrelated Caucasian 30 . We identified 29 SNPs in FTO gene associated with LMI then we performed the potential biological function annotation of SNPs. In this study, FTO is suggested to be associated with lean mass. www.nature.com/scientificreports www.nature.com/scientificreports/ FTO gene encodes a 2-oxoglutarate (2-OG) Fe(II) dependent nucleic acid demethylase belonging to the AlkB-related non-heme dioxygenase (Fe(II-)-and 2-oxoglutarate-dependent dioxygenases) superfamily of proteins. In the previous studies, FTO was identified to be related to increased risk of obesity and a T2D incurrence 17, 40 . Studies have shown that the expression of FTO protein in lean mass and adipose tissue is related to the oxidation rate of whole body substrate. With the increase of age, the body's carbohydrate oxidation rate decreases, the fat oxidation rate increases, and at the meanwhile FTO protein expression increases in adipose but that decreases in skeletal muscle mass 41 . Loos et al. have shown that homozygous Fto −/− mice have postnatal growth retardation, obviously decreasing in adipose tissue, and LBM 40 . According to the studies of athletes the T-allele of FTO gene rs9939609 is associated with increased lean mass for the elite rugby athletes, and for combat sports athletes the A-allele is related with decreased slow-twitch muscle fibers 29, 42 . AMPK (AMP-activated protein kinase) is an essential part of skeletal muscle lipid metabolism and is the major cellular energy sensor. In skeletal muscle cells AMPK reduces mRNA m6A methylation and lipid accumulation by FTO-dependent demethylation at the molecular level 43 .
We found there are some connections between FTO and IRX3 in the gene-gene interaction networks. To evaluate phenotypic consequence associated with muscle of the FTO and IRX3 genes, we surveyed mouse knockout models. We searched the international mouse phenotyping consortium (IMPC) database (http://www.mousephenotype.org/) as well as the literature about knockout models related to muscle phenotypes. In IMPC database, of two genes that have results of DXA scan, FTO has abnormal body weight and compared to normal controls IRX3 has abnormal lean body mass in knockout mice (p < 0.05). According to the studies of FTO knockout mice, mouse have reduced fat mass as well as lean mass which is independent of its effect on food intake 22, 23 . Besides, FTO-deficient mice showed skeletal muscle development was damaged 28 www.nature.com/scientificreports www.nature.com/scientificreports/ differentiation 28 . Homozygote FTO deficiency mice have decreased body weight including decreased body size, abnormal body weight and decreased total tissue weight in the IMPC database. Because there is a greater browning of white adipose tissues, IRX3 knockout mice need more energy to expend, particularly at night. Recent findings show brown fat is associated with muscle developmental precursor Myf5 44, 45 . Homozygote IRX3 deficiency mice have decreased LBM and increased total body fat mass in the IMPC database.
conclusion
In summary, we identified the FTO gene were significantly association with lean mass in the Caucasian subjects. However, the clear function between FTO gene and lean mass is still unknown that needs more researches to reveal. Interaction network for FTO. Proteins in the interaction network were represented with nodes, while the interaction between any two proteins therein was represented with an edge. Line color indicates the type of interaction evidence including known interactions, predicted interactions and other. These interactions contain direct (physical) and indirect (functional) interactions, derived from numerous sources such as experimental repositories, computational prediction methods.
